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DJ-1 



MASKRALVI LAKGAEEMETV I PVD I MRRAG I K VTVAGLAG 

NIIIIIIIIIIIMIIIMMIhllllllllillllll 40 

MASKRALVI LAKGAEEMETVI PVDVMRRAG I KVTVAGLAG 

Peptide 1 



SP22 KDPVQCSRDWICPDTSLEEAKTQGPYDVWLPGGNLGAQ 

^1 MIIIIMIiMllhllhll HMMIIIIIIIIIIi 80 

DJ- 1 KDPVOCSR DWICPDASLEDAKKEGPYDVWT.PGGMT.GAn 



SP22 NLSESALVKEILKEQENRKGLIAAICAGPTALLAHEVGFG 

Bi lllllhlMilMMMIMIMIMMMIMM:! I 120 

DJ- 1 NLSESAAVKEILjKEQENRKGLIAAICAGPTALLAHEIGCG 

Peptide 2 



SP22 CK VTSHPLAK DKMMNGSHYSYSESRVEK DGLILTSR GPGT 

121 HlhllllllMIII Ihlll lillllllllllllll 160 
DJ-1 S K VTTHPLAK DKMMNGGH YTYSENRVE KDGL I LTS R G PGT 

Peptide 3 ■• Peptide 4 
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161 

DJ-1 



SFEFALAIVEALSGKDMANQVKAPLVLKD 

I I II III I I II I lh:| nil I III I I 
SFEFALAIVEALNGKEVAAQVKAPLVLKD 
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FIG. 2 



1 A gctgtgcagagccgtctggcagggttgacctcctaaagggatattccatctttattaatcattag 6 5 

66 A tagtgtggtcagagacttagcaccattggtctcccccaacctggtccagacatttcagcagttta 130 

131 A tcggaacagcaacaacagcaacaaaaccttcaaaatttacaagtctttaagaaatagaaATGgca 195 
B tggcttcgcgtgggtggaggaggcgcggctgcaggtctttaagaaatagaaATGgca 
C ttqaacctATGttacactataaaattctccacttacacagc ctatttatcTqca 

1 MLHCGVL HLHSLFMA15 

196 tccaaaagagctctggtcatcctagccaaaggagcagaggagatggagacagtgattcctgtgga 260 

16 SKRALVI LAKGAEEMETVIPVD37 

2 61 catcatgcggcgagctgggattaaagtcaccgttgcaggcttggctgggaaggaccccgtgcagt 32 5 
38 IMRRAGIK VTVA GLAGk P P V O 58 

Peptide 1 

3 26 gtagccgtgatgtagtgatttgtccggataccagtctggaagaagcaaaaacacagggaccatac 3 90 
SB c S R DVVICPDTSL.EEAKTQGPY80 

3 91 gatgtggttgttcttccaggaggaaatctgggtgcacagaacttatctgagtcggctttggtgaa 455 
81 dVVVIjPGG N.LG AQNLSESALVK 102 

4 56 ggagatcctcaaggagcaggagaacaggaagggcctcatagctgecatctgtgcgggtcctacgg 52 0 
103 E I L K EQENRKGLIAAICAGPT 123 

Peptide 2 

•k 

521 - ccctgctggctcacgaagtaggctttggatgcaaggttacatcgcacccattggctaaggacaaa 58 5 
•124 A L li A H E V G . F G C K V T . S H P L A K P K 145 

Peptide 3 

586 atgatgaacggcagtcactacagctactcagagagccgtgtggagaaggacggcctcatcctcac 650 

146 M M N G S H Y S Y , S E S R V E K D G L X L_jr 167 

Peptide 4 

651 cagccgtgggcctgggaccagcttcgagtttgcgctggccattgtggaggcactcagtggcaagg 715 

168 s R G P G T S.F E F A L A I V.E A L S G K 188 

716 acatggctaaccaagtgaaggccccgcttgttctcaaagacTAGagagcccaagccctggaccct 78 0 

189 DMANQVKAPLVLK D* 202 

781 ggacccccaggctgagcaggcattggaagcccactagagagaccacagcccagtgaacctggcat 84 5 

846 tggaagcccactagtgtgtccacagcccagtgaacctcaggaactaacgtgtgaagtagcccgct 910 

911 gctcaggaatctcgccctggctctgtactattctgagccttgctagtagaataaacagttcccca 97 5 
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agctc*c*tgacggct* 
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Fig. 3 
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FIG. 6 
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Sequential Sp22 15 MER Peptides 




Peptide A 
TVAGLAGKDPVQCSR 



Sequential Sp22 15 MER Peptides 
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Sequential Sp22 15 MER Peptides 




Peptide B 
DGLILTSR 
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Fig. 10 
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Sequential Sp22 15 MER Peptides 
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Sequential Sp22 15 MER Peptides 




Peptide C 
LEEAKTQGPYDV 



Peptide D 
VKEILKEQENRKGLI 



Sequential Sp22 15 MER Peptides 
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Peptide E 
GFGCKVTSHPLAKDK 
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FIG. 14 



FIG. 15 



1 xxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxa t ggc a t c caa aagagc t ctggtcatc 6 6 

1 XXX XXXXXXXXX :.X MASKRALVI 22 

6 7 ctagccaaaggagcagaggagatggagacagtgattcctgtggacatcatgcggcgagctgggatt 13 2 
23 LAKGAEEMETVIPVDIMRRAGI44 

13 3 aaagtcaccgttgcaggcttggctgggaaggaccccgtgcagtgtagccgtgatgtagtgatttgt 198 

45 KVTVAGLAGKDPVQCSRDVVIC 66 

19 9 ccggataccagtctggaagaagcaaaaacacagggaccatacgatgtggttgttcttccaggagga 264 
67 PDTSLEEAKTQGPYDVVVLPGG88 

26 5 aatctgggtgcacagaacttatctgagtcggctttggtgaaggagatcctcaaggagcaggagaac 33 0 

8S NLGAQNLSESALVKEILKEQEN 110 

331 aggaagggcctcatagctgccatctgtgcgggtcctacggccctgctggctcacgaagtaggcttt 3 96 

111 RKGLIAAICAGPTALLAHEVGF 132 

3 97 ggatgcaaggttacatcgcacccattggctaaggacaaaatgatgaacggcagtcactacagctac 462 
133 GC KVTSHPLAKDKMMN.GSHY. SY 154 

4 63 tcagagagccgtgtggagaaggacggcctcatcctcaccagccgtgggcctgggaccagcttcgag 52 8 
155 SESRVEKDGL. ILTSRGPGTSFE 176 
52 8 tttgcgctggccattgtggaggcactcagtggcaaggacatggctaaccaagtgaaggccccgctt 5 94 
177 F ALAIVEALSGKDMANQVKAPL 198 

5 95 gttctcaaagactagagagcccaagccctggaccctggacccccaggctgagcaggcattggaagc 66 0 
199 V L K D * 202 
661 ccactagagagaccacagcccagtgaacctggcattggaagcccactagtgtgtccacagcccagt. 72 6 
72 7 gaacctcaggaactaacgtgtgaagtagcccgctgctcaggaatctcgccctggctctgtactatt 7 92 
793 ctgagccttgctagtagaataaacagttccccaagctc 830 



FIG. 16 
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gctgtgcagagccgtctggcagggttgacctcctaaagggatattccatctttattaatcattag 65 
tagtgtggtcagagacttagcaccattggtctcccccaacctggtccagacatttcagcagttta 130 
tcggaacagcaacaacagcaacaaaaccttcaaaatttacaagtctttaagaaatagaaATGgca 195 



M A 2 



tccaaaagagctctggtcatcctagccaaaggagcagaggagatggagacagtgattcctgtgga 260 
SKRALVILAKGAEEMETVIPVD24 

caccatgcggcgagctgggattaaagtcaccgttgcaggcttggctgggaaggaccccgtgcagt 32 5 
IMRRAGIKVTVAGI.AGKDP V Q 45 

gtagccgtgatgtagtgatttgtccggataccagtctggaagaagcaaaaacacagggaccatac 390 
CSRDVVICPDTSI,EEAKTQGPY67 

391 gjtgtggttgttcttccaggaggaaatctgggtgcacagaacttatctgagtcggctttggtgaa 455 
''''''^^^^GNLGAQNLSESALVKSS 

ggagatcctcaaggagcaggagaacaggaagggcctcatagctgccatctgtgcgggtcctacgg 520 
EI L K E Q E N R K G L I A A I C A G P T 110 

ccctgctggctcacgaagtaggctttggatgcaaggttacatcgcacccattggctaaggacaaa 585 
ALLAFEVGFGCKVTSHPLAKDK132 

^f,^^,^^^f.''^^''^^''''^''''^''^^''''^''^''^^^5^3'=^5^9*^99^9^^33^^93<=ctcatcctcac 6 5 0 
MMNGSHYSYSES RVEKDGLILT154 

cagccgtgggcctgggaccagcttcgagtttgcgctggccattgtggaggcactcagtggcaagg 715 
S R G P G T S F E F A L A I V E A L S G K 175 

acatggctaaccaagtgaaggccccgcttgttctcaaagacTAGagagcccaagccctggaccct 780 
DMANQVKAPLVLKD 189 

ggacccccaggctgagcaggcattggaagcccactagtgtgtccacagcccagtgaacctggcat 84 5 
tggaagcccactagtgtgtccacagcccagtgaacctcaggaactaacgtgtgaagtagcccgct 910 
gctcaggaatctcgccctggctctgtactattctgagccttgctagtagaataaacagttcccca 975 



